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<213> Homo sapiens 

<400> 1 

Met Leu Lys Gin Ala Arcf Arg Pro Leu Phe Arg Asn Val Leu Ser Ala 
1 5 / 10 15 

Thr Gin Trp Lys Lys yal Lys lie Thr Arg Leu Val Gin lie Ser Gly 
20 / 25 30 



Ala Ser Leu Ala Glp Lys Gin Glu Lys His Gin Asp Phe Leu lie Gin 
35 / 40 45 



Arg Gin Thr Lys 
50 

Leu Thr Gly Tyr 
65 

Ser Asp Gly Glu 

S Glu Gly Ala Pro 

ffl 100 

Ly 

Iff 

JJ Leu Pro Phe Cys 
115 

p~ J^ r g Q^ U 

O 130 

O 

Asp Leu Phe Glu 
145 

Met His Arg Ala 

Leu Leu Glu Asp 
180 

Glu Leu Met Ser 
195 



Thr Lys Asp Arg 
55 

Lys Thr Lys Ser 
70 

He He Gly Val 
85 

Phe Thr Glu Asp 

Gly He Ala He 
120 

Tyr Glu Arg Ser 
135 

Glu Gin Thr Asp 
150 

Gin Thr Leu Leu 
165 

He Glu Ser Pro 

Pro Lys Cys Ser 
200 



Arg Phe Asn Asp 
60 

Leu Leu Cys Met 
75 

Ala Gin Ala He 
90 

Asp Glu Lys Val 
105 

Ser Asn Ala Gin 

Arg Ala Leu Leu 
140 

Leu Glu Lys He 
155 

Lys Cys Glu Arg 
170 

Val Val Lys Phe 
185 

Ala Asp Ala Glu 



Glu lie Asp Lys 

Pro He Arg Ser 
80 

Asn Lys He Pro 
95 

Met Gin Met Tyr 
110 

Leu Phe Ala Ala 
125 

Glu Val Val Asn 

Val Lys Lys He 
160 

Cys Ser Val Leu 
175 

Thr Lys Ser Phe 
190 

Asn Ser Phe Lys 
205 



Glu Ser Met Glu 
210 

lie Ala Glu Leu 
225 

Ala Tyr Gin Asp 

Q Phe His lie Arg 

ffl 260 

til 

jp Gin lie lie Gly 
N= Phe Asp Asp Ala 

m 

p 290 

Gly Leu Gly lie 
305 

Trp Ala Lys Gin 

Cys Ser Lys Ala 
340 



Lys Ser Ser Tyr 
215 

Val Ala Ser Thr 
230 

Pro Arg Phe Asp 
245 

Ser Val Leu. Cys 

Val Ala Gin Val 
280 

Asp Gin Arg Leu 

295 

Asn Asn Thr lie 
310 

Ser Val Ala Leu 
325 

Glu Val Asp Lys 



Ser Asp Trp Leu 
220 

Gly Leu Pro Val 
235 

Ala Glu Ala Asp 
250 

Val Pro lie Trp 
265 

Leu Asn Arg Leu 

Phe Glu Ala Phe 
300 

Met Tyr Asp Gin 
315 

Asp Val Leu Ser 
330 

Phe Lys Ala Ala 
345 



lie Asn Asn Ser 

Asn lie Ser Asp 
240 

Gin lie Ser Gly 
255 

Asn Ser Asn His 
270 

Asp Gly Lys Pro 
285 

Val lie Phe Cys 

Val Lys Lys Ser 
320 

Tyr His Ala Thr 
335 

Asn lie Pro Leu 
350 



Val Ser Glu Leu Ala lie Asp Asp lie His Phe Asp Asp Phe Ser Leu 
355 360 365 



Asp Val Asp Ala 
370 

Gly Met Val Gin 
385 

Leu Leu Thr Val 

Arg His Ala Phe 
420 

Ala Gly Phe Gin 
435 

Val Gly Cys Leu 
450 

Phe Gin Ala Lys 
465 

Ala Thr Leu Glu 

Ser Glu Gly His 
500 

Asp Leu Met Gin 
515 



Met lie Thr Ala 
375 

Lys Phe Lys lie 
390 

Arg Lys Asn Tyr 
405 

Asn Val Cys Gin 

Asp lie Leu Thr 
440 

Cys His Asp Leu 
455 

Ser Gly Ser Ala 
470 

His His His Phe 
485 

Asn lie Phe Ala 

Leu Leu Lys Gin 
520 



Ala Leu Arg Met 
380 

Asp Tyr Glu Thr 
395 

Arg Met Val Leu 
410 

Leu Met Phe Ala 
425 

Glu Val Glu lie 

Asp His Arg Gly 
460 

Leu Ala Gin Leu 
475 

Asn His Ala Val 
490 

Asn Leu Ser Ser 
505 

Ser lie Leu Ala 



Phe Met Glu Leu 

Leu Cys Arg Trp 
400 

Tyr His Asn Trp 
415 

Met Leu Thr Thr 
430 

Leu Ala Val lie 
445 

Thr Asn Asn Ala 

Tyr Gly Thr Ser 
480 

Met lie Leu Gin 
495 

Lys Glu Tyr Ser 
510 

Thr Asp Leu Thr 
525 



# 5 * 



Leu Tyr Phe Glu Arg Arg Thr Glu Phe Phe Glu Leu Val Ser Lys Gly 
530 535 540 

Glu Tyr Asp Trp Asn lie Lys Asn His Arg Asp lie Phe Arg Ser Met 
545 550 555 560 

Leu Met Thr Ala Cys Asp Leu Gly Ala Val Thr Lys Pro Trp Glu lie 
565 570 575 

O Ser Arg Gin Val Ala Glu Leu Val Thr Ser Glu Phe Phe Glu Gin Gly 
m 580 585 590 

W 

^ Asp Arg Glu Arg Leu Glu Leu Lys Leu Thr Pro Ser Ala lie Phe Asp 
iy 595 600 605 

M: Arg Asn Arg Lys Asp Glu Leu Pro Arg Leu Gin Leu Glu Trp lie Asp 
5* 610 615 620 

Ser lie Cys Met Pro Leu Tyr Gin Ala Leu Val Lys Val Asn Val Lys 
625 630 635 640 

Leu Lys Pro Met Leu Asp Ser Val Ala Thr Asn Arg Ser Lys Trp Glu 
645 650 655 

Glu Leu His Gin Lys Arg Leu Leu Ala Ser Thr Ala Ser Ser Ser Ser 
660 665 670 

Pro Ala Ser Val Met Val Ala Lys Glu Asp Arg Asn 
675 680 



• 



<210> 2 
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<400> 2 

ggtccgagat gctgaagcag 
agtggaaaaa ggtgaaaatc 
O aacaggaaaa gcaccaggat 
m tcaatgatga aatcgacaag 
tccgaagcag tgatggtgag 
-J gagctccatt tactgaagat 
M tcgccatatc taacgctcag 
Q ctttgetaga ggtggttaat 
agaaaataat gcatcgggcc 
tagaggacat cgaatcacca 
agtgcagtgc tgatgctgag 
actggctaat aaataacagc 
tcagtgatgc ctaccaggat 
acataagatc tgttctttgt 
ctcaagtgtt aaacagactt 
aggcttttgt catcttttgt 
agaagtcctg ggccaagcag 
caaaagctga agttgacaag 
tcgatgacat tcattttgat 
tccggatgtt catggagctg 
gtaggtggct tttgacagtg 
atgccttcaa cgtgtgtcag 
ttctgaccga ggtggaaatt 



gcaagaagac 


ctttattcag 


acaagactgg 


tccaaatctc 


tttcttatac 


agaggcaaac 


ctgactggat 


acaagacaaa 


attattggtg 


tggcccaagc 


gatgaaaaag 


ttatgcagat 


ctctttgctg 


cctcaaggaa 


gacctctttg 


aagaacagac 


caaactctgc 


tgaaatgtga 


gtggtgaaat 


ttaccaaatc 


aacagtttca 


aagaaagcat 


attgctgagc 


tggttgcttc 


ccgcgctttg 


atgcagaggc 


gtccctattt 


ggaatagcaa 


gatgggaaac 


cttttgatga 


ggacttggca 


tcaacaacac 


tctgtggctc 


ttgatgtgct 


tttaaggcag 


ccaacatccc 


gacttttctc 


tcgacgttga 


gggatggtac 


agaaatttaa 


aggaaaaact 


atcggatggt 


ctgatgttcg 


cgatgttaac 


ttagcggtga 


ttgtgggatg 



aaatgtgctc agtgccacac 60 
tggggcctct ttggctgaaa 120 
aaaaacaaag gatcgacgat 180 
atcattattg tgcatgccta 240 
gataaataag attcctgaag 300 
gtatcttcca ttttgtggaa 360 
agaatatgaa agaagcagag 420 
tgacctggag aaaattgtca 480 
gcgctgttct gttttactcc 540 
ctttgaattg atgtccccaa 600 
ggagaaatca tcatactccg 660 
aacaggcctt ccagtgaaca 720 
agaccagata tctggttttc 780 
ccaccaaata attggagtgg 840 
tgcagatcaa cgactttttg 900 
aattatgtat gatcaagtga 960 
atcataccat gcaacatgtt 1020 
tctggtgtca gaacttgcca 1080 
tgccatgatc acagctgctc 1140 
aattgactat gagacactgt 1200 
tctataccac aactggagac 1260 
cactgctggg tttcaagaca 1320 
cctgtgtcat gacctcgacc 1380 



t 7 * 



acaggggaac 


caacaatgcc 


ttccaagcta 


agagtggctc 


tgccctggcc 


caactctatg 


1440 


gaacctctgc 


taccttggag 


catcaccatt 


tcaaccacgc 


cgtgatgatc 


cttcaaagtg 


1500 


agggtcacaa 


tatctttgct 


aacctgtcct 


ccaaggaata 


tagtgacctt 


atgcagcttt 


1560 


tgaagcagtc 


aatattggca 


acagacctca 


cgctgtactt 


tgagaggaga 


actgaattct 


1620 


ttgaacttgt 


cagtaaagga 


gaatacgatt 


ggaacatcaa 


aaaccatcgt 


gatatatttc 


1680 


gatcaatgtt 


aatgacagcc 


tgtgaccttg 


gagccgtgac 


caaaccgtgg 


gagatctcca 


1740 


gacaggtggc 


agaacttgta 


accagtgagt 


tcttcgaaca 


aggagatcgg 


gagagattag 


1800 


agctcaaact 


cactccttca 


gcaatttttg 


atcggaaccg 


gaaggatgaa 


ctgcctcggt 


1860 


tgcaactgga 


gtggattgat 


agcatctgca 


tgcctttgta 


tcaggcactg 


gtgaaggtca 


1920 


Q acgtgaaact 


gaagccgatg 


ctagattcag 


tagctacaaa 


cagaagtaag 


tgggaagagc 


1980 


ffi tacaccaaaa 


acgactgctg 


gcctcaactg 


cetcatcctc 


ctcccctgcc 


agtgttatgg 


2040 


Tl tagccaagga 


agacaggaac 


taataactcg 


aggcatgc 






2078 



